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EXHIBIT A 



Fischer sequence 

IVALPXGMLK 



SEQ ID NO: 2 (single letter sequence) 

YFPPPAAKEDFLGCLVKEIPPRLLYAKSSPAYPSVLGQTIRNSRWSSPDNVKPIYIVTPTNASHIQSAVVC 
GRRHGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKARTAWVDSGAQLGELYYAIHKASTV 
LAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFG 
IVVAWKVRLLPVPPTVTVFKIPKKASEGAVDIINRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTL 

T PMMS S KFPELGMNAS HCNEMSWI QS I P FVHLGHRDN I E DDLLNRNNT FKPFAE YKS D YVYE PFPKRVWEQ 
I FSTWLLKPGAGIMI FDPYGATI SAT PEWATPFPHRKGVL FN I QYVNYWFAPGAGAAPLSWSKE I YNYMEP 
YVSKNPRQAYANYRDI DLGRNEVVNDVSTFSSGLVWGQKYFKGNFQRLAITKGKVDPTDYFRNEQS I PPLI 
KKY 

SIM+LAIiNVIEW analysis 

37.5% identity in 8 residues overlap; Score: 22.0; Gap frequency: 0.0% 

Fischer, 1 IVALPXGM 

Phlp4(#2), 142 VLAFPAGV 



SEQ ID NO: 4 (single letter sequence) 

YFPPPAAKEDFLGCLVKEIPPRLLYAKSSPAYPSVLGQTIRNSRWSSPDNVKPIYIVTPTNASHIQSAVVC 
GRRHGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKARTAWVDSGAQLGELYYAIHKASPV 
LAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVIDVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFG 
IVVAWKVRLLPVPPTVTVFKIPKKASEGAVDIINRWQ'VVAPQLPDDLMIRVIAQGPTATFET^IYLGTCQTL 
T PMMS S KFPELGMNAS HCNEMSWI QS I PFVHLGHRDN I EDDLLNRNNT FKPFAE YKS DYVYEPFPKEVWEQ 
I FSTWLLKPGAGIMI FDPYGATI SAT PEWATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKE I YNYMEP 
YVSKNPRQAYANYRDI DLGRNEVVNDVSTFSSGLVWGQKYFKGNFQRLAITKGKVDPTDYFRNEQS I PPLI 

KKY 

SIM+IiALNVIEW analysis 

37.5% identity in 8 residues overlap; Score: 22.0; Gap frequency: 0.0% 

Fischer, 1 IVALPXGM 

Phlp4(#4), 142 VLAFPAGV 



SEQ ID NO: 6 (single letter sequence) 

YFPPPAAKEDFLGCLVKEIPPRLLYAKSSPAYPSVLGQTIRNSRWSSPDNVKPLYIITPTNVSHIQSAVVC 
GRRHSVRIRVRSGGHDYEGLSYRSLQPETFAVVDLNKMRAVWVDGKARTAWVDSGAQLGELYYAIYKASPT 
LAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVI DVKLVDANGKLHDKKSMGDDHFWAVRGGGGESFG 
IVVAWQVKLLPVPPTVTIFKISKTVSEGAVDIINKWQVVAPQLPADLMIRIIAQGPKATFEAMYLGTCKTL 
TPLMSSKFPELGMNPSHCNEMSWIQS I PFVHLGHRDALEDDLLNRNNS FKPFAE YKS DYVYQPFPKTVWEQ 
I LNTWLVKPGAGIMI FDPYGATI SAT PESATPFPHRKGVLFN I QYVNYWFAPGAAAAPLSWSKDI YNYMEP 
YVSKNPRQAYANYRDI DLGRNEVVNDVSTYASGKVWGQKYFKGNFERLAITKGKVDPTDYFRNEQS I PPLI 

KKY 

SIM+IiALNVIEW analysis 

42.9% identity in 7 residues overlap; Score: 19.0; Gap frequency: 0.0% 

Fischer, 2 VALPXGM 

Phlp4(#6), 143 LAFPAGV 



